Background: Handroanthus impetiginosus (Mart. ex DC.) Mattos is a keystone Neotropical hardwood tree widely distributed in seasonally dry tropical forests of South and Mesoamerica. Regarded as the "new mahogany", it is the second most expensive timber and the most logged species in Brazil, currently under significant illegal trading pressure. The plant produces large amounts of quinoids, specialized metabolites with documented antitumorous and antibiotic effects. The development of genomic resources is needed to better understand and conserve the diversity of the species, to empower forensic identification of the origin of timber trade and to identify genes for important metabolic compounds.
Genome assembly using short paired-end and mate pair sequencing data. 
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The remaining gaps comprised 26,447,057 bp (5.25% of the genome assembly) in 11,094 318 segments (average size of gaps was 2,384 bp). The total assembly size represents over 90% of 319 the flow cytometry genome estimate (557 Mb) and should provide a good start to build a 320 reference genome assembly of the species using long-range scaffolding techniques such as 321   1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59  60  61  62  63  64 
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Different SSR motifs ranging from 1 to 6 bp showed that the di-nucleotide repeats were the 375 most abundant repeats followed by the mono- (Fig. S4A) . The frequency of SSR decreased with 376 increase in motif length ( Supplementary Fig. S4B 
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Structural features of the gene content are shown in Table 2 and 
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(Asterids), the model plant A. thaliana and the model tree P. trichocarpa (Rosids). As showed in 402 the frequency histograms, the exons parameters are stable among these species (Fig. S5B) . For 403 the introns ( Supplementary Fig. S5C ), frequency histograms have a sharp peak around 90 bp and 404 a larger peak that is much lower in density. There is a small intron-size variability from species to 405 species in the distributions, especially for larger introns, which rarely go beyond than 10,000 bp.
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The intron length distributions in these four species is similar to those observed in lineages that known enzymes that lead to the biosynthesis of lapachol (Fig. 4) . Unfortunately, however, the 478 last two steps of the lapachol biosynthesis pathway still constitute unidentified enzymes [79].
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